Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.046; wR factor = 0.145; data-to-parameter ratio = 15.7.
In the title compound, C 21 H 23 NO 2 , the piperidine ring adopts a distorted boat conformation. The two phenyl rings form dihedral angles of 64.6 (1) and 87.8 (1) with the best plane through the piperidine ring. The crystal packing is governed by intermolecular C-HÁ Á ÁO interactions.
Related literature
For the biological activity of piperidine derivatives, see: Ponnuswamy et al. (2002) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For puckering and asymmetry parameters, see: Cremer & Pople (1975); Nardelli (1983 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx þ 1; y þ 1 2 ; Àz; (ii) x À 1; y; z.
Data collection: APEX2 (Bruker, 2004); cell refinement: SAINT (Bruker, 2004); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997); software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2009). SA thanks Dr Babu Varghese, SAIF, IIT-Madras, India, for his help with the data collection.
The ORTEP diagram of the title compound is shown in Fig.1 . The piperidine ring adopts a distorted boat conformation.
The puckering parameters (Cremer & Pople, 1975) and the asymmetry parameters (Nardelli, 1983) for this ring are q 2 = 0.592 (2) Å, q 3 = 0.116 (2) Å, π = 284.8 (2)° and Δs(C3) =Δs(C6)= 15.2 (2)°. The sum of the angles at N1 (359.03°) is in accrdance with sp 2 hybridization. The two phenyl rings are twisted away from the best plane of the pyridine ring by 64.6 (1)° and 87.8 (1)°, respectively.
The crystal packing is controlled by C-H···O types of intra and intermolecular interactions in addition to van der Waals forces. Atom C8 at (x, y, z) donates a proton to O2 (1 -x,1/2 + y,-z), which forms a C(8) (Bernstein, et al., 1995) zigzag chain running along b axis shown in Fig. 2 .
Experimental
A mixture of c-3,t-3-dimethyl-r-2,c-6-diphenylpiperidin-4-one (1.4 g, 5 mmol), acetyl chloride (0.7 ml, 10 mmol) and triethylamine (2 ml, 14.4 mmol) in anhydrous benzene (50 ml) was stirred at room temparature for 7 h. The precipitated ammonium salt was filtered off and the filtrate was washed with water (4x10ml). The resulting pasty mass was purified and crystallized from benzene and pet-ether (60-80°C) in the ratio of 95: 5.
Refinement
In the absence of anomalous scatterers Friedel pairs were merged and the absolute configuration was arbitrarily set. All H atoms were positioned geometrically (C-H=0.93-0.98 Å) and allowed to ride on their parent atoms, with 1.5U eq (C) for methyl H and 1.2 U eq (C) for other H atoms. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 0.0613 (12) 0.0512 (10) 0.0343 (9) 0.0020 (9) −0.0058 (8) 0.0008 (7) C5 0.0658 (12) 0.0487 (10) 0.0327 (8) 0.0094 (9) 0.0081 (8) 0.0039 (7) C6 0.0429 (8) 0.0453 (9) 0.0368 (8) 0.0025 (7) 0.0093 (7) 0.0054 (7) C7 0.0499 (10) 0.0398 (9) 0.0456 (9) −0.0071 (8) −0.0018 (8) 0.0104 (7) C8 0.0766 (14) 0.0449 (11) 0.0548 (12) −0.0111 (10) 0.0022 (10) −0.0039 (9) C9 0.0403 (8) 0.0428 (9) 0.0387 (8) −0.0052 (7) 0.0069 (7) −0.0029 (7) C10 0.0585 (11) 0.0520 (10) 0.0434 (10) 0.0020 (9) 0.0134 (8) 
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